Klebsiella pneumoniae (KP) remains the most prevalent nosocomial pathogen and carries the carbapenemase (KPC) gene which confers resistance towards carbapenem.
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Introduction
Similarly, Silva et al. (2011) hypothesized that coriander essential oil exerts its bactericidal activity towards both Gram-positive and Gram-negative bacteria via membrane damage by measuring their efflux activity, respiratory activity and membrane potential [16] . To further support and understand the antimicrobial activity of essential oils, mass spectrometry-based proteomics analysis has become the tool of choice offering the identification and quantification of the proteome of an organism. There has been a tremendous improvement in instrument performance and the computational tools used in proteomic studies in recent years, which facilitates the understanding of the mechanisms of action of potential antimicrobial agents in the clinical setting. In the most widely used "bottom-up" approach to proteomics, liquid chromatography coupled with mass spectrometry (LC-MS/MS), enables a complex mixture of proteins to be first subjected to enzymatic cleavage; the resulting peptide products are separated based on chemical or physical properties and analyzed using a mass spectrometer. The proteome can then be analyzed, quantified and compared by using third party analytical software such as Progenesis QI (Progenesis Group Sdn. Bhd.) or Perseus (Max Planck Institute of Biochemistry). For instance, Xu et al. (2015) identified the mode of action of paclitaxel as chemotherapeutic drugs in HeLa cells by tampering with the abundance of tumor suppressor PDCD4 via LC-MS/MS proteomic profiling [18] . Similarly, Kawatani et al. (2016) also revealed the role of collismycin A as an iron chelator antagonizing cancer cells, using a proteomic approach [19] .
In our previous study, we have successfully shown that cinnamon bark (Cinnamomon verum J. Presl) essential oil (CBO) is, in fact, an effective antimicrobial when used against KPC-KP with an extremely low minimum inhibitory concentration (MIC) of 0.16% (v/v) [11] . Furthermore, combinations of CBO and antibiotic meropenem further reduced the MIC of CBO to 0.08% (v/v) which makes it a putative candidate to be used as an antimicrobial in the clinical setting [11] . Other studies showed that CBO with a low MIC value is effective against a variety of Gram-positive and Gram-negative pathogens. Zamirah and colleagues (2013) demonstrated that CBO is effective against oral pathogens such as Aggregatibacter actinomycetemcomitans, Fusobacterium nucleatum, Porphyromonas gingivalis, Streptococcus salivarius, S. mitis and S. mutans with a low MIC ranging from 0.02 to 0.06% (v/v) [20] . Kaskatepe et al (2016) also showed that CBO is highly effective against other opportunistic pathogens, including Escherichia coli, Pseudomonas aeruginosa and multidrug-resistant Staphylococcus aureus (MRSA), with a MIC ranging from 0.009% to 0.078% (v/v) [21] . As already mentioned above, preliminary studies had postulated that essential oils affect bacterial membrane and/or their efflux system via numerous assays. Nevertheless, none had explained or gave an overview on the overall changes that the bacterial cells undergo when exposed to essential oils, especially in the perspective of proteomics. Thus, this study was carried out to understand and possibly bridge the missing links among previous studies regarding the mode of action of essential oils as an antimicrobial agent from the proteomic perspective, using CBO and KPC-KP as a model of study.
Materials and methods

CBO and KPC-producing K. pneumoniae
Manassas, VA, USA) and was cultured on Mueller-Hinton broth (MHB) and agar (MHA) both from Sigma Aldrich, USA.
CBO treatment and protein extraction
KPC-KP cell cultures were divided into two treatment groups, namely control (no treatment) and CBO treated prior to protein extraction. The CBO final concentration used was 0.08% (v/ v), as determined by Yang et al. (2017) [11] . Both treatment groups had a final volume of 50 mL, supplemented with Tween 80 at final concentration of 10% to enhance the solubility of CBO and a standard inoculum of 1 × 10 5 cfu/mL KPC-KP cells. Samples were incubated at 37˚C with shaking at 200 rpm for 16 h to obtain sufficient cells for protein extraction. The cells from both treatment groups were pelleted by centrifugation at 9000 rpm for 10 min, washed for at least three times and resuspended in 500 μL cold protein extraction buffer (50 mM ammonium bicarbonate, 10 mM phenylmethylsulfonyl fluoride). Samples were then sonicated on ice at 20 amplitude for 10 cycles to lyse the cells; each cycle consisted of 10 seconds of sonication followed by 20 s of cooling, with a Qsonica Sonicator Q55 (Fischer Scientific, USA). Sonicated samples were then pelleted at 4˚C and 10000 rpm for 1 h; supernatants were then collected and quantified via Bradford assay. The protein concentration of each sample was standardized to 1 mg/mL for the subsequent proteomic analysis. Treatment and analysis was standardized in three distinct biological replicates to ensure reproducibility of the experiment.
Peptide digestion
Approximately 100 μg of total protein was resuspended in 100 μL of 50mM ammonium bicarbonate (pH 8.0). RapiGest (Waters Corporation, USA) at final concentration of 0.05% was added to the protein in equal parts. Protein from each sample was then concentrated to 100μL using Vivaspin column (GE Healthcare, USA) with a molecular weight cut-off (MWCO) of 3000 and incubated at 80˚C for 15 min. The proteins were reduced in the presence of 5 mM dithiothreitol (DTT) at 60˚C for 30 min, and then alkylated in the dark using 10 mM iodoacetamide at room temperature for 45 min. Proteolytic digestion was performed using Trypsin Gold (Promega, USA) at a ratio of 1:200 parts of protein, followed by incubation at 37˚C overnight. Tryptic digestion and RapiGest activity were terminated by the addition of 1 μL concentrated trifluoroacetic acid (TFA) followed by the incubation of samples at 37˚C for 20 min. The tryptic peptide solution of each sample was centrifuged at 14000 rpm for 20 min, and the resulting supernatants were collected in clean microcentrifuges tube kept at -80˚C until subsequent analysis.
Peptide separation and MS analysis
The nanoLC-MS/MS analysis was performed on an Orbitrap Fusion Tribrid mass spectrometer (Thermo Scientific, USA). The samples (2 μL containing 2 μg peptides) were injected and separated on an EASY-nLC 1000 (Dionex, Thermo Scientific, USA) equipped with an EasySpray Column Acclaim PepMap C18 100Å (2 μm, 50 μm × 15 cm, Thermo Scientific, USA).
Samples were separated at a flow rate of 250 nL/min and using a gradient of 5% to 50% acetonitrile (ACN) in 0.1% formic acid (FA) for 45 min followed by a further gradient to 85% ACN in 0.1% FA for 2 min. The column was equilibrated back to 5% ACN with 0.1% FA over 1 min and maintained at 5% CAN until the next sample injection. Mass spectrometry was conducted in a positive ion mode with a nanospray voltage of 1.5 kV and a source temperature of 250˚C. The instrument was operated in a data-dependent acquisition (DDA) mode with an Orbitrap MS (OTMS) survey scan using the following parameters: mass range of m/z 310-1800 with resolving power of 120000, automatic gain control (AGC) of 400000 and a maximum injection time of 50 ms. The Top Speed Mode of 3 seconds was used in the selection of precursors with the monoisotopic charge state of 2 to 7. These precursors were further analysed by MS/MS scanning. All precursors were filtered using a 20 s dynamic exclusion window and intensity threshold of 5000. The MS/MS spectra were analysed using ion trap MS (ITMS) with the following parameters: rapid scan rate with resolving power of 60000, AGC of 100, isolation window of 1.6 m/z and maximum injection time of 250 ms. Precursors were then fragmented by collision-induced dissociation (CID) and high-energy collision dissociation (HCD) at normalized collision energy of 30% to 28%.
Protein identification
Raw data were processed using Thermo Scientific Proteome Discoverer Software v2.1 with the SEQUEST HT search engine. The MS ion intensities were calculated based on the accurate mass and time tag strategy. The accurate alignment of the detected LC retention time and m/z value across different analyses, together with the area under chromatographic elution profiles of the identified peptides could be compared between different samples. For protein identification, data was searched against the Uniprot K. pneumoniae database with 1% strict FDR and 5% relaxed FDR criteria using Percolator. Search parameters were set to 2 miscleavages with fixed modification of carbamidomethylation and variable modification through methionine oxidation or asparagine and glutamine deamidation. A fragment tolerance of 0.6 Da and a precursor tolerance of 10 ppm were used with trypsin as a digestion enzyme. Proteins with at least 2 unique peptides implied a greater confidence of protein identity.
Protein quantification and data analysis
Protein quantification and statistical analyses were performed using Perseus Software v1.6.0.7 (Max Planck Institute of Biochemistry). Each control and treated samples analysis consisted of three biological replicates with three technical replicates, independently injected into the LCMS/MS. The protein file with three technical replicates in txt. format from Proteome Discoverer software were uploaded to Perseus for further comparative analysis between the samples. The data were log2-transformed to stabilise the variance and scale-normalised to the same mean intensity across the technical replicates. The mean values for all three technical replicates of the same biological samples were grouped together in the same matrix and valid values were obtained by filtering with 'at least 2', eliminating proteins which only existed in one of the technical replicates. Finally, all biological replicates of the same treatment group were consolidated into the same matrix, with the missing values imputated with the random number derived from a normal distribution. The histograms were plotted to compare the ratio distributions between all samples. Differentially expressed proteins between control and treatment were detected using a T-test, the p-values were also adjusted for multiple-testing using the permutation-based false discovery rate, with a number of randomization of 250. Proteins were considered to be significantly differentially expressed between treatment groups with adjusted p-values of <0.05 and a fold changes of � -1 or � +1.
CBO treatment, RNA extraction and cDNA synthesis KPC-KP cell culture were treated with CBO or vehicle buffer prior to RNA extraction. The CBO final concentration used was 0.08% (v/v), as determined in our previous work [11] . Both treatment groups had a final volume of 50 mL, and contained Tween 80 at final concentration of 10% to enhance the solubility of CBO. The standard KPC-KP cell inoculum was 1 × 10 5 cfu/ mL. Samples were incubated at 37˚C with shaking at 200 rpm for 4 h followed by RNA extraction using the TransZol RNA purification kit (Transgen Biotech, China). RNA (0.5 ng) was subjected to reverse transcription with QuantiNova Reverse Transcription Kit (QIAGEN, Germany) in a 20-μl reaction volume. The synthesized complementary DNA (cDNA) was stored at −20˚C until further use.
Proteomic expression validation through qRT-PCR analysis
The RNA abundance for several upregulated proteins from CBO-treated K. pneumoniae BAA-1705 was determined by qRT-PCR using QuantiNova SYBR Green PCR (QIAGEN, Germany) on CFX96 Touch Real-Time PCR Detection System (Bio-Rad Laboratories, Inc, USA). The Livak method was employed to assess the relative expression of three upregulated genes, namely cytidine deaminase (cdd), thiamine phosphate synthase (thiE) and uridine phosphorylase (udp), one down regulated gene, namely, 3-hydroxydecanoyl-[acyl-carrier-protein] dehydratase (fabA) and two housekeeping genes, namely 16S rRNA and OmpK36 porin. Reactions were performed in triplicate and data were analysed by using the CFX Manage Software (BioRad). The thermal cycling conditions were as follows: 95˚C for 2 min, followed by 40 cycles of 95˚C for 5 s, and 60˚C for 10 s. In all experiments, no template reactions were used as negative controls.
Results and discussion
Comparative proteome profiling of KPC-KP treated with CBO
Comparative proteomic analysis was carried out between non-treated and CBO-treated KPC-KP cells in four independent experiments using Perseus Software v1.6.0.7 (Max Planck Institute of Biochemistry). The protein profiles of treated and non-treated cells varied significantly with no outliers from the replicates, as shown in the principle component analysis (PCA) in Fig 1A. In addition, the Pearson correlation values between non-treated and CBOtreated KPC-KP were of high confidence (0.788 to 0.822), indicating that both the compared groups are of the same organism with no contamination within the samples (Fig 1B) . The volcano plot (Fig 1C) of the comparative proteome between non-treated and CBO-treated KPC-KP cells showed a total of 46 proteins with significantly different abundance; 25 proteins of which were upregulated, whereas the other 21 proteins were downregulated in response to CBO treatment. A total of 384 proteins were identified from the non-treated cells, whereas only 242 proteins were identified from the CBO-treated cells, A total of 152 proteins were only expressed in the non-treated cells while 10 proteins were only expressed in the CBO-treated cells, the other 232 proteins were present in both groups of cells (Fig 2A) . Proteins that were present in both samples were compared within the Perseus software to measure up-and downregulation of proteins while the rest of the proteins are referred as absent or present from each treatment group ( Table 1 ). Proteins that were differentially present or absent, and up-or downregulated between the two groups of cells were subjected to gene ontology analysis with regards to biological process involvement, cellular component and molecular function (Fig 2) . The majority of the proteins identified were linked to cellular and metabolic processes (37.5% and 35.7%), a number were also involved with cellular component organization and response to stimulus (8.2% and 7.9%) (Fig 2B) . Cellular component wise, the majority of the proteins identified were categorized under cytosol and cytoplasm (41.5% and 30.3%) followed by macromolecular complex and plasma membrane (11.9% and 10.5%; Fig 2d) . The categorization by molecular function identified proteins that were involved in catalytic activity and binding (46% and 45%) in addition to proteins that were structural molecules and or had transcription regulator activity (2.8% and 2.1%) (Fig 2F) . Most proteins involved in biological processes, cellular component and molecular function were downregulated ( Fig 2C, 2E and 2G ).
Of the overlapping 232 proteins identified in both treatment groups, only 41 proteins showed significant differences, in terms of fold change between the groups. The majority of the proteins which showed significant abundance difference were downregulated (51.2%) when compared to the non-treated KPC-KP cells, whereas the other 48.8% of the proteins were upregulated as shown in Table 1 . Proteins that were absent or present in each treatment group were also listed in Table 1 , with proteins that were only present in the CBO-treated KPC-KP cells listed under the upregulated proteins whereas proteins which were only present in the non-treated KPC-KP cells listed under the downregulated protein section. These proteins were then subjected to KEGG pathway analysis to elucidate mechanism involved in the action of CBO on KPC-KP cells. 
Bacterial membrane disruption
The Gram negative bacterial cell outer barrier consists of three separate component, the outer membrane, the peptidoglycan and the plasma membrane [22] . Both the outer membrane and the plasma membrane are made up of a phospholipid bilayer embedded with membrane proteins. The biochemical feature which differentiates the layers is the presence of lipopolysaccharides uniquely in the outer membrane. Of the identified proteins from the KPC-KP cells, 10.5% were located at the bacterial membrane (Fig 2D and 2E) . Following exposure to CBO, our proteomic profiling showed 5 outer membrane exclusive proteins and 26 plasma membrane exclusive proteins were completely lost after the exposure to CBO (Table 2) . Similarly, Wu and colleagues (2016) found that 3-p-trans-coumaroyl-2-hydroxyquinic acid, a phenolic compound isolated from Himalayan cedar essential oil caused bacterial membrane damage and the loss of membrane proteins due to specific interactions between the compound and the lipid and proteins within the bacterial membrane [23] . This disrupted the membrane integrity of the bacteria which caused the loss of plasma membrane protein. The downregulation of outer membrane integrity regulators such as the TolB porin-interacting protein, the large-conductance mechanosensitive channel and outer membrane protein assembly factor BamA in KPC-KP cells exposed to CBO also indicated the loss of membrane integrity in KPC-KP cells [24] . In addition, proteins involved in energy generation, such as the ATP synthase, the electron transport complex and the NADH-quinone oxidoreductases which are often embedded within the bacterial membrane were lost completely. This is yet another indicator for disrupted bacterial membrane integrity that may contribute to bacterial cell killing through the shutdown ofenergy production in CBO-treated KPC-KP cells. With compromised plasma membrane integrity, intracellular proteins easily escape into the extracellular environment as suggested by Ukuku et al. (2007) [25] .
Oxidative stress CBO contains a plethora of different chemical compounds which are dominated by a large group of oxygenated terpenes and terpenoids [10] . These compounds are hypothesized to be responsible for CBO's action on the bacterial membrane. From our proteomic data, upregulation of proteins such as autonomous glycyl radical cofactor and catalase peroxidase in the CBO-treated KPC-KP cells suggest the presence of significant oxidative stress. Autonomous glycyl radical cofactor is upregulated by 7.07 fold, and acts as a radical domain which protects pyruvate formate lyase from oxidative stress. Wagner et al. (2001) and Shisler et al. (2014) found that upregulation of glycyl radical cofactor indicates oxidative stress which affects the pyruvate formate lyase that is involved in glucose metabolism [26, 27] . In addition, catalase peroxidase, an enzyme which alleviates oxidative stress from reactive oxygen species (ROS), was also induced when KPC-KP cells were exposed to CBO. Under condition of oxidative stress, high abundance ROS cause oxidative damage to nucleic acids [28] . The detection of the DNA mismatch repair protein MutS and the DNA ligase following the exposure to CBO showed that genetic materials of KPC-KP had been damaged, and that elevated expression of these proteins could alleviate some of the oxidative DNA damage. The work of Vogel et al. (2011) showed that oxidative stress leads to the degradation of ribosomal protein [29] and this appears to be in line with our findings in CBO-treated KPC-KP cells where 14 ribosomal proteins and ribosome related proteins showed decreased abundance. Specifically, 30S ribosomal protein S3; 50S ribosomal proteins L17, L32, L34 and L5; ribosomal protein L11 methyltransferase; ribosomal RNA large subunit methyltransferase E, F and I; ribosomal RNA small subunit methyltransferase B and G; ribosome maturation factor M and P, and ribosome binding factor A were all reduced in abundance. As one of the key proteins in the maturation of 30S ribosomal subunit, ribosome maturation factor RimP protein is crucial in the process of protein translation by allowing correct pairing of the mRNA and the corresponding anticodon of the tRNA [30, 31] . In agreement with this finding is the decrease in abundance of the other three 50S ribosomal subunit fragments namely, L5, L17 and L32. This further supports the Cinnamon bark essential oil and its role in bacterial membrane disruption idea that induction of oxidative stress by CBO affects the abundance of ribosomal subunit fragments, as a result of the denaturation of protein fragments or the interruption of protein synthesis in KPC-KP cells. Cosentino et al. (2014) found that bergamot essential oil induced the production of ROS in polymorphonuclear leukocytes, contributing to enhanced eradication of infection [32] . Another study by Yoo et al (2005) also suggest that eugenol, one of the main constituents of essential oils such as from nutmeg and cinnamon bark induces the production of ROS in leukemia cells, eventually killing the cells by initiating apoptosis [33] . The induction of oxidative stress by essential oils seems to be in conflict with the perception that essential oils contain high concentration of antioxidants. We previously found that the CBO used in this study comprised 13 compounds, of which nine were antioxidants whereas the other four were not [10, [34] [35] [36] [37] [38] . These non-antioxidant compounds may be responsible for inducing the oxidative stress observed, by generating ROS or inhibiting anti-oxidizing systems [39] . MimicaDukić et al. (2016) suggested that essential oils may act both as antioxidants and also as prooxidant due to their complex chemistry [40] . Additionally, a single compound might exhibit dual antioxidant and prooxidant effects. For instance, Bezerra et al. (2017) found that eugenol had such dual effects, acting as an antioxidant in free-radical scavenging while inducing DNA damage via ROS generation [41] . So, the prooxidant activity within CBO may contribute to the oxidative stress, leading to lipid peroxidation in the cell membrane, while inhibiting the antioxidant activity, as indicated in the proteomic profile.
KEGG pathway analysis
When analysing significant pathways via the Panther classification system we found that the main pathways associated with the proteins identified included the lipid, cell wall and lipopolysaccharide biosynthesis pathways. Lipid biosynthesis. Lipids have critical functions in the bacterial cytoplasmic and outer membranes in separating the bacterial cytoplasm from the external environment [42] . KEGG pathway analysis identified 4 proteins which are involved in the lipid biosynthesis pathway that were affected by CBO treatment. Two of these proteins were downregulated in CBOtreated KPC-KP cells: 3-hydroxydecanoyl-[acyl-carrier-protein] dehydratase (-3.46 fold) and acetyl-coenzyme A carboxylase carboxyl transferase subunit alpha (-1.08 fold). While two other proteins were undetectable following CBO treatment: glycerol-3-phosphate acyltransferase and large-conductance mechanosensitive channel protein. The former two proteins are key components in the fatty acid biosynthesis pathway of Gram-negative bacteria. Acetylcoenzyme A carboxylase carboxyl transferase is one of the major enzymes in the synthesis of malonyl-CoA, a substrate required in the synthesis of fatty acids [43] . 3-hydroxydecanoyl-[acyl-carrier-protein] dehydratase functions as an essential mediator in the synthesis of phospholipids in bacteria [44, 45] . As shown in Table 1 , glycerol-3-phosphate acyltransferase (G3PAT) was undetectable in the CBO-treated KPC-KP cells. G3PAT, a rate determining enzyme belonging to the glycerolphospholipid metabolism pathway catalyzes the synthesis of phosphatidic acid from glycerol-3-phosphate and long-chain acyl-CoA, is an essential precursor in the synthesis of the bacterial phospholipid bilayer [46, 47] . The absence of G3PAT indicates a perturbed bacterial membrane repair system. This further indicates a disruption in the integrity of the phospholipid membrane in CBO-treated KPC-KP cells. The absence of the large-conductance mechanosensitive channel protein in the treated group also indicated a disrupted membrane structure as this channel regulates membrane stretching and stability under osmotic stress [48, 49] . Upon exposure to CBO, oxidative stress may promote protein denaturation and so affect bacterial cell membrane stretch capacity under osmotic pressure, eventually leading to increased CBO influx and bacterial cell killing.
Cell wall biosynthesis. Peptidoglycan in the cell wall is a major structural component in prokaryotic cells, forming a stable layer which protects the bacteria from lysis under osmotic stress [50] . The proteomic profile showed that three essential proteins in bacterial cell wall synthesis were lost upon exposure to CBO. This may indicate that CBO inhibited the expression of these proteins or that CBO-induced oxidative stress resulted in degradation of these proteins, so preventing cell wall synthesis and repair, and eventually causing cell death. These proteins included UDP-N-acetylglucosamine-N-acetylmuramyl-(pentapeptide) pyrophosphoryl-undecaprenol N-acetylglucosamine transferase (murG); penicillin-binding protein activator LpoB and succinyl-diaminopimelate desuccinylase. The MurG protein is involved in the biosynthesis of the N-acetylmuramic acid-N-acetylglucosamine intermediate, which form a single unit of peptidoglycan cell wall. In the absence of murG, no N-acetylmuramic acid would not be linked to N-acetylglucosamine, preventing the formation of peptidoglycan bilayer linkage and eventually killing the cell due to osmotic pressure and oxidative stress [50] . Additionally, succinyl-diaminopimelate desuccinylase also play a major role in maintaining the structure and integrity of the peptidoglycan, as this protein is essential in the synthesis of meso-diaminopimelic acid which is one of the penta-peptides found linked to N-acetylmuramic acid, and is crucial for the cross-linkage with the opposite layer of N-acetylglucosamine. Interestingly, penicillin-binding protein activator LpoB which stimulates the biosynthesis of peptidoglycan molecules was not detected in CBO treated KPC-KP cells. These findings may indicate that the peptidoglycan biosynthesis and repairing had been completely shut down [51] .
Lipopolysaccharide biosynthesis. Lipopolysaccharide (LPS) is a highly acylated saccharolipid located on the outer layer of the outer membrane of Gram-negative bacteria. LPS is crucial in the maintenance of membrane integrity and has a barrier function which prevents the passive diffusion of hydrophobic solutes, such as antibiotics and detergents into the cell [52] . Many studies have postulated that CBO exerts its bactericidal activity through damage to the outer membrane which allows other bactericidal molecules to enter the cell, eventually killing the cells [11, 15, 16] . LPS consist of a few components including lipid A; core oligosaccharide and O-antigen [53] . We identified three proteins that are involved in LPS biosynthesis that became undetectable upon CBO exposure. These were O-antigen export system ATP-binding protein (RfbB); UDP-4-amino-4-deoxy-L-arabinose-oxoglutarate aminotransferase (arnB) and UDP-3-O-acyl-N-acetylglucosamine deacetylase (lpxC). In order to achieve resistance towards antibiotics such as polymyxin, the 4-amino-4-deoxy-L-arabinose moiety must be added to the lipid A [54] . This reaction is catalyzed by the arnB protein which is not detected in the KPC-KP cells exposed to CBO. Furthermore, lpxC protein, a critical enzyme which catalyzes the synthesis of lipid A was also undetectable in CBO-treated KPC-KP cells. 90% of the bacterial outer membrane consists of lipid A, which is crucial for the attachment of core oligosaccharide as well as o-antigen, granting antibiotic resistance to bacteria while maintaining the membrane integrity. In the absence of the lpxC protein, the outer membrane integrity cannot be maintained, compromising cellular resistance against antibiotics. Due to the importance of this protein in lipid A biosynthesis, lpxC has been a target for the development of novel antimicrobial drugs [55, 56] . The O-antigen export system ATP-binding protein, which facilitates the export of O-antigen into the outer membrane was also not detected following exposure to CBO. Thus, CBO may contain compounds that inhibit the expression of these important membrane proteins and sensitize bacteria to antibiotics and changes in osmotic pressure.
qRT-PCR analysis of differentially expressed proteins
Standard curve for qRT-PCR. We selected four genes for further validation of our proteomic data using qRT-PCR together with two housekeeping genes, namely 3-hydroxydecanoyl-[acyl-carrier-protein] dehydratase (fabA), cytidine deaminase (cdd), thiamine phosphate synthase (thiE), uridine phosphorylase (udp), 16s rRNA and OmpK36 porin. Out of these, three were significantly higher in abundance and one was less abundant in the proteomic profile following exposure to CBO. The designed primers for each selected genes were listed in S1 Table. Their efficiency ranged within 90 and 100%.
Relative expression level of selected genes. The relative abundance of mRNA for the differentially expressed proteins investigated was measured by qRT-PCR, comparing the untreated cells with CBO-treated KPC-KP cells (Fig 3) . Proteomic profiling found that fabA was downregulated by -3.46 fold, whereas cdd, thiC and udp were upregulated by 1.62, 2.08 and 2.57 fold respectively ( Table 1 ). The qRT-PCR analysis of mRNA abundance found that fabA was downregulated by 0.8 fold whereas cdd, thiC and udp were upregulated by 0.8, 11 and 1.4 fold respectively. The pattern in mRNA abundance change following CBO treatment mirrors that of the protein abundance for these four gene products, indicating that at least part of the change in the abundance for these four proteins is due to changes in gene transcription. The differences in the magnitude of the fold changes between the protein abundance and mRNA transcript abundance may be a consequence of oxidative stress-induced protein degradation or different stabilities for the mRNA species. Nevertheless, the trends in expression changes shown in the protein profiles and mRNA transcription levels are consistent with each other and validate our results obtained from proteomic profiling. CBO exerts antimicrobial activity on KPC-KP cells through membrane disruption, and proteomic profiling shows that the membrane damage induced was due to oxidative stress. This is supported by the increased in abundance of oxidative stress regulators when KPC-KP cells were exposed to CBO. A review by Itri et al. (2014) consolidated information from studies involving oxidative stress and membrane damage. The study concluded that oxidative stress would reduce the permeability and integrity of the plasma membrane, leading to leakage of intracellular contents and eventually killing the bacterial cells [57] . The membrane disruptive effects of CBO could also be deduced from our proteomic profiles, and numerous proteins showed decreased abundance or were lost following CBO exposure. Interestingly, CBO treatment also interfered with the biosynthesis of the plasma membrane, cell wall and outer membrane, disabling the structural repair system. The proteomic profiles were validated using qRT-PCR analysis, where proteomic changes were mirrored by changes in corresponding mRNA abundance. Together with the evidence from our previous study on the antimicrobial potential and the mode of action of CBO against KPC-KP cells [11] , we showed that the antibacterial activity of CBO derives from its ability to induce oxidative stress in bacterial cells. The resulting oxidation disrupts the bacterial membrane, eventually enabling the influx of ROS into the cells and, at the same time, leads to intracellular content leakage. ROS induce genetic damage and impair DNA and membrane repair systems. Our results demonstrate that CBO causes oxidative stress, damage to bacterial membranes, cellular leakage and cell killing. 
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